Figure S1 Phylogenetic tree of 35 Paenibacillus genomes based on Bayesian inferred method. The phylogenetic tree was constructed using 244 single-copy core genes shared by 35 genomes and an out-group (Bacillus cereus ATCC 10987). The phylogenetic tree was rooted by the out-group. Support values are shown for nodes as Bayesian inference posterior probability model bootstrap. Branch lengths were estimated through Bayesian analysis, and scale bar denotes substitutions per site. P. polymyxa strains are indicated by black circular beside the strain names. Dataset S1 were provided in other formats (Excel), which were submitted as other separate files. 
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Figure S3
The Neighbor-Joining phylogenetic tree constructed using the 1,477,538 polymorphic sites. 
